Supplementary Figures
Figure S1 Characterization of RNA-seq mapped reads and mitochondria located genes in longissimus dorsi（LD）muscle from high and low RFI pigs.
a. Region distribution of mapped reads. Almost 69% of reads were mapped to exon regions. b. Reads distribution of each chromosome. Each library was normalized by the number of reads mapped to the pig genome. Normalized reads count = number of reads map to chromosome × 1,000,000/ number of reads mapped to genome. H1, H2 and H3 are the 3 RFI_H pigs, while L1, L2 and L3 are the 3 RFI_L pigs.
c. Percentage of reads mapped to mitochondrial DNA..
5'UTR 1%
CDs 55%
3'UTR 13%
Others ( The mature sequences are shown in red, the loop sequences are shown in yellow, the predicted star sequences are shown in blue, and the miRNA star sequences are shown in purple.
